I n re App 1 n . No 



# 



7 4 4, 804 



REMARKS 

Responsive t o the Notification to Comply with 
Sequence Rostinq Re qui rement s , attached hereto is a 3 1/2 M 
disk containing the " 5 equeiice Listing" in computer readable 
form in accordance with 3 7 a . F . R . § 1 . : 2 1 ■ e ) . 

Applicants have amended oca sra:i fication r.o insert 
7372 ID Nos, as a appor t -oil i:o me present spec l f i c o t ro n . 

Ice 1 1 ] i vying statement is provizied to meet the 
re qu i reran t a o 1 1 7 C . R . A . 5 1 . : 2 1 i f ) and I . z 2 1 ( g :< . 

I hereby state, in accordance wi :h 37 3A R . R . 
51.321(f), mat. the content c-f the paper copy sequeoeoe Hating 
a a filed ami the attached computer reaablr c:opy of me 
sequence listing are beLieved a-o be the same. 

I hereby also state, in accordance wit:n 17 C.F.R. 
51.321 Ah, ::a: she submission- is not believed to include new 
m a o a e r . 

loader U.S. rules, each sequence must be classified 
in <213o as an "Artificial Sequence", a sequence of "Unknown" 
-origin, or a sequence cri gi na t in q in a particaiiar or q an ism, 
identified hy its scientific name. 

Neither the rules nor the MRER clarify the nature of 
f h e i" e 1 a t i ( o n s hip- wh i c h mu s t a :<: 1st t ■ a* t w e o n a 1 1 s t e d sequence 
■ :aad an organism for that, organism to be identified as the 
origin of one sequence under- <213>. 

Hence, counsel may choose to identify a listed 
requeue e a s ass o c 1 a t e d w 1 1 h a p a r t i c u 1 a r o r g a. n 1 s m e a en thou gh 
t h a t s e q u e n c e do e s n o t c c cur in nature b y i t a e 1 f in t h a t 
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:rganism tit nay be, e.g., an rpitjpi: fragm-nt cf a naturally 
; nurnna protein, or: a c:DNA :-f" a naturally -cc;;m:vj nP. MA, or 
oven a substitution! mutant of a naturally o: purring sequence?) . 
Hence, :he lde-riti f i :: a t ton of an organism in --I'lBn sh;ou :i not 
be :::e: ru-oi as an admission tuat the sequence per se oc::ur=; 
in nature in sai.d organism. 

Similarly, designation of a sequence as "artificial" 
should not be : vus t in- 1 as a representation that the sequence 
has no assoc hat i on vuth any 'Organism. For example, a primer 
or probe may be oies i. gnated as "artificial." even though it i.s 
necees ir 1 1 y eomp 1 -omen t a ry to some c argot sequence , v;h i on may 
occur in nature . or an " a r t if i o i. a 1 M sequence ma y be a 
si±»s t i tut ion mutant of a natural seguenoe, or a chimera of two 
or m:re natural s e gaercw , or' a o:DNA (i.e., intron-free 
sequen se ) corresponding to an i u t ron-cont a in i ug gene , or 
•otherwise a fragment of a natural sequence. 

The Examiner should be able to judge the 
relationship of the enumerates! sequences to natural sequences 
by giving full consideration to the specification, the art 
cited therein, any further art cited in an Iiu-, and the 
results of his or her sequence search against a database 
containing known natural sequen oes . 

Attached hereto is a marked-up version of the 
changes made to the specification and claims by the current 
amendment. The attaches; page is captioned " Version w i th 
markings to show changes made " . 
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Jr^p* p i. i. C ill L C 



cue present application 



c: o ntain 



patentable subject matter and therefore urge the examiner to pas 
the rase to issuance. 



If tne examiner has no; cues coigns or cor^ients 



concerning the above describe:! application, che examiner is urge 
to contact the undersigned at., the phone number below. 



RL3 : al 

624 Ninth Street, II. W. 
Washington, D.C. 2 0 0 01 
Telephone No.: (202) 625-5192 
Facsimile No.: (202) 737-3528 



Fee o pec t foil 1 y submi 



E'RC'WE-Y AND NEIhlAKh 
Attorney-, for Appd 



, ? . L . L . C . 

i.cant ( s ) 




In r 



* 
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VERSION WITH MARKINGS TO SHOW CHANGES MADE 
In the specification: 

The paragraph beginning a: line 3 of page 33 has 
beer: amended as follows : 



TABLE 3a 

Predicted human Uroplakln lb, II and III peptides that bind to 

HLA-A2 



Peptide 


Start 
Position 


Sequence 


SEQ ID 

NQa. 


dr :p Ia n i n lb 'hi 


G3 3 


AILCWTFWV 


50 


3 T r : p laK i n Ib/] : b. 


93. 


filmfivya 


3d. 


■4 r :=pla k in It- - 4 A, 


- : ' 


LTAF' 'IFFY 




5 r r jila.r: i n It- ■']:■ 4 


: 3 4 


MLQDdCCGV 




err-plakin I1-3F5 


3 4 0 


I LGIVTFWYL 




or Mlakiri It- P- *:i 




K I LLAYF IL 


c r 


5 T r :-r la kin lb -Go 7 




FVGI GLFGL 




Vr Mlakin II 


1 -1 


" 3 3 d' 33331 FG 




dr o:la-: in II ? 


1- 3 


hh53GG4FLL 




dr :p lakin III :■ . 1 


.1. -it 


A. 33 3rd33 


3- ? 


dr oplakir III d- . 1 


1 3 3 


ILNAVLVr.V 


> : . i 'i 


drop la k in III / 3 . 3 


3 3 1 


FLLYGFAGA 


-1 


drop la k i n 1 1 I 3 . 4 


3 1 • 


NLQPmLAcV 


r ^ ' 


dr-: p la k i r III/ 3 . 3 


4~ 


CMF3>;-' KEAL 




Ur-:plakin III ' 3 . 3 


5 3: 


YhYYLYE'GA 


-34 


Tyrosinase | 3 >:A- 


YMDGTMSQV 


.3 3* 



Tatde 3a shows the sequences of the pep-tides tested on single 
letter amino acid code ani their starting position in the 
intact pritein (according to NCBI a oession nos. 3298345 
(oeptides 3.1-5.6), 3483011 (peptides 3 and 9), and 3721853 
(peptides B1-B7) . 



The paragraph beginning at line 21 of page 43 has 



been amended as follows: 
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TABLE 9 

Predicted human Crlpto-1 derived peptides that bind to HLA-A2 



Peptide 




Start 
Position 


Sequence 


SEQ ID 
RCLi 


Cripto-1 'C 


1 


5 


KMARFSYSV 


6. 6 


7 rip Zj-1 C 




1 5 1 


G1VMDEHLV 


6 7 


drip t :>-l C 




1 4 5 


FiiPGCI'dLY 


6 0 


r: r to-1 0 


4 


o q 


cmgg3Fcac 


6j 


7 rip to- I C 


5 




1 ^O.FR. Uo l 


7 0 


:rip to-1 C 








7.1 


7' r i rO - : f 


/' 




GLIJGGTCMG 


7Y 


7r ip t ■:>- 1 0 


rl 


i 7 


HLYGICG3 I 


7 3 


■:rip to-1 C 


9 




fe:,7;lyagg 


7 4 


Crip to-1 C 


10 


c > 


IG4YAF3Y3Y 


75 


Grip to-1 C 


11 


b j> 


glyegtcml 


76 


■:rip to-1 'C 


12 


17 6 


MLAGICLS I 


77 



Table 9 shows the sequences of the peptides tested in single 
letter amino acid cede and their starting position in the 
intact protein .according to NCBI accession nos . 117473 (Cl- 
C9) and 321120 .C10-C12) . 
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